. Gata2 locus. ChIP-seq enrichment of histone modifications, RNAPII and p300 for stages 9-30. The heterochromatin tracks (H3K9me2, H3K9me3 and H4K20me3) are shown including non-unique sequence reads, identifying repetitive regions enriched for these modifications. ChIP-sequencing on stage 8 (blastula, pre-MBT) was done for histone modifications H3K4me3, H3K9ac and H3K27me3.
. Unmodified state coverage. (a) Alluvial plots of unmodified state (grey) coverage during development. The height represents the fraction of the modified genome that contributes to the same or a different chromatin state. The line plots shows coverage of the unmodified state per stage as a percentage of the sum of all regions that are state 1-18 at any stage. (b) Absolute nucleotide coverage of emission state 19 and states 1-18 at stage 30. It should be noted that 'unmodified' specifically refers to the examined histone modifications and that this state shows abundant DNA methylation. 
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